Supplementary
. Schematic representation of domain organization of 11 GGDEF-EAL containing proteins in Xanthomonas oryzae pv. oryzicola. The domain prediction was performed based on protein sequences derived from the genome sequences of X. oryzae pv. oryzicola BLS256 by the simplified modular architecture research tool (SMART) program. GGDEF, putative diguanylate cyclase domain; MHYT, NO-binding membrane sensor domain; REC, signal receiver domain; PAS, sensor domain for light and oxygen in signal transduction; GAF domain, related to small ligand binding and protein-protein interactions; EAL, putative phosphodiesterase domain; and HAMP, Histidine kinase, Adenylyl cyclase, Methyl-accepting protein domain. Figure S2 . The constructed non-marker X. oryzae pv. oryzicola mutants were confirmed by Southern blot analyses. The digested genomic DNA of the wild-type (WT) and mutant strains by the specified restriction enzymes was separated on agarose gel, blotted onto membranes and then probed with the isotope-labeled probes that were PCR amplified using the respective primer sets for each gene listed in Supplementary Table S1. * indicates the identified false gene-deletion mutants that were discarded. M: Molecular marker. Figure S3 . Effects of mutations of genes encoding GGDEF-EAL domain-containing proteins on EPS production, biofilm formation and protease secretion in X. oryzae pv. oryzicola. All tested single-gene deletion mutants exhibited similar phenotypes in EPS production (a), biofilm formation (b) and protease secretion (c) to the wild type. The double-gene deletion mutant ΔXOC_2335/XOC_2393 exhibited no significant alteration in EPS production (d), biofilm formation (e) and protease secretion (f) compared with the wild type. 

